: Direct comparison of lncRNA expressions from noncoder, GATExplorer (21) and ncFANs (22). Only those lncRNAs that are present in noncoder and the compared annotation are shown. Exon arrays of murine heart and kidney were normalized with RMA using noncoder and the CDF files from the websites of GATExplorer and ncFANs.
Supplementary Dataset S1 & S2:
Archives containing files for human (S1) and mouse (S2) to pre-process exon arrays at the level of lncRNAs. The following command is an example using the Affymetrix Power Tools (www. The archives also contain annotation files at the levels of exons and genes, including genomic coordinates, NONOCODE3 ID, GenBank ID, GenBank description and location to protein-coding genes.
Supplementary Figure S1:
Simplified workflow of the lncRNA annotation process.
• Step 1 (green area): Exon array probes were prepared by aligning the 25nt sequences to the genome. Genomic positions were used to discard probes that map to protein-coding genes.
• Step2 (yellow area):
Non-coding RNA sequences were downloaded from NONCODE3 (http://www.noncode.org/NONCODERv3/). This dataset contains short and long non-coding RNAs. Long non-coding RNAs were obtained by filtering for sequences larger than 200nt. Genomic positions of all lncRNAs were obtained by mapping each sequence to the genome using BLAT.
• Step 3 (blue area):
Overlapping exons from Step 1 were combined to preliminary probe sets. Probes obtained from
Step 2 were mapped to the preliminary probe sets. Probe sets to which no probes could be mapped were discarded. Based on this probe sets, transcript cluster can be defined by combining all probe sets of overlapping transcripts. Probe sets that are intersected by exon boundaries were separated. This results in final probe sets, which allow to measure each exon of a transcript cluster individually. The original Affymetrix files were used to generate custom annotation files for lncRNAs.
• Step 4 (red area):
